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Abstract
Seasonal weight loss (SWL) is the most important limitation to animal production in the
Tropical and Mediterranean regions, conditioning producer’s incomes and the nutritional
status of rural communities. It is of importance to produce strategies to oppose adverse
effects of SWL. Breeds that have evolved in harsh climates have acquired tolerance to SWL
through selection. Most of the factors determining such ability are related to changes in bio-
chemical pathways as affected by SWL. In this study, a gel based proteomics strategy (BN:
Blue-Native Page and 2DE: Two-dimensional gel electrophoresis) was used to characterize
the mitochondrial proteome of the secretory tissue of the goat mammary gland. In addition,
we have conducted an investigation of the effects of weight loss in two goat breeds with dif-
ferent levels of adaptation to nutritional stress: Majorera (tolerant) and Palmera (suscepti-
ble). The study used Majorera and Palmera dairy goats, divided in 4 sets, 2 for each breed:
underfed group fed on wheat straw (restricted diet, so their body weight would be 15–20%
reduced by the end of experiment), and a control group fed with an energy-balanced diet. At
the end of the experimental period (22 days), mammary gland biopsies were obtained for all
experimental groups. The proteomic analysis of the mitochondria enabled the resolution of
a total of 277 proteins, and 148 (53%) were identified by MALDI-TOF/TOF mass spectrome-
try. Some of the proteins were identified as subunits of the glutamate dehydrogenase com-
plex and the respiratory complexes I, II, IV, V from mitochondria, as well as numerous other
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proteins with functions in: metabolism, development, localization, cellular organization and
biogenesis, biological regulation, response to stimulus, among others, that were mapped in
both BN and 2DE gels. The comparative proteomics analysis enabled the identification of
several proteins: NADH-ubiquinone oxidoreductase 75 kDa subunit and lamin B1 mitochon-
drial (up-regulated in the Palmera breed), Guanine nucleotide-binding protein G(I)/G(S)/G
(T) subunit beta-2 (up-regulated in the Majorera breed) and cytochrome b-c1 complex sub-
unit 1, mitochondrial and Chain D, Bovine F1-C8 Sub-Complex Of Atp Synthase (down-
regulated in the Majorera breed) as a consequence of weight loss.
Introduction
Tropical and Mediterranean climates are characterized by the existence of two different seasons
of varied duration, the dry and the rainy seasons. The rainy season is marked by abundant rain-
fall and consequently by pastures of adequate quantity and quality. The dry season, on the con-
trary, has a low or absent rainfall and consequently poor pastures. During the dry season,
animals tend to lose weight in a phenomenon called Seasonal Weight Loss (SWL) that leads to
significant decreases in productive and reproductive parameters and therefore in the income
and food security of local populations. SWL is in fact considered to be one of the major draw-
backs of animal production in the tropics as we have demonstrated in Western [1][2] and
Southern Africa [3][4], as well as Western Australia [5][6] and the Canary Islands [7][8]. To
counter SWL, farmers either use supplementation which is expensive and difficult to imple-
ment in remote regions or developing countries [9] or alternatively use breeds that over the
course of domestication and selection have become naturally tolerant to SWL, such as the fat
tailed sheep breeds in Eastern and Southern Africa [10].
The Canary Islands are an autonomous region of Spain, off the Atlantic coast of Northern
Africa. The Canary Islands comprise seven islands with diverse and opposing micro-climates.
Overall, the western region (La Palma, El Hierro, La Gomera and the Northern part of the
island of Tenerife) are humid, but the eastern islands (Lanzarote, Fuerteventura, the Southern
parts of Tenerife and Gran Canaria islands) are very dry [11]. These two groups of islands have
different rain patterns that affect local ecosystems, agriculture, pasture abundance and animal
production systems. Consequently, the Canary Islands are home to an unexpected diversity of
animal breeds, descendants of ancestors imported from both Northern Africa and the Iberian
Peninsula during the colonization of the islands. As a result, very different breeds were devel-
oped following the particular adaptations of the animals to the different climates of the islands.
There are three dairy goat breeds: the Majorera, the Palmera and the Tinerfeña [12]. The
Majorera goat, although presently found throughout most islands, is chiefly found in of Fuerte-
ventura, Lanzarote and Gran Canaria [13]. The Palmera is found primarily on La Palma island,
but also on others, particularly in Northern Tenerife [14]. Although Palmera and Majorera
goats share a common ancestor, there are many differences. In fact, the Majorera goats are
adapted to dry climates and therefore have an acquired resistance to SWL [15]. On the other
hand, Palmera goats are adapted to rainy climates, and are susceptible to SWL [13].
Livestock selection aims at improving qualitative and quantitative efficiency. The study of
alterations within the crucial metabolic agents during breed selection, will contribute to better
understand the genomic and physiological relations leading to improved efficiency in animal
production. SWL tolerance is at the forefront of such concerns within the context of breed
improvement. Several studies have been previously reported, focusing primarily on the genome
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and on gene functions, nevertheless a growing number of the so-called post-genomics tools
(Proteomics, Lipidomics, Metabolomics and Transcriptomics) have been playing an important
role in understanding how biological systems work and interact. In particular, proteomics has
been found to have a major role, not just in animal selection, but in diverse areas of animal and
veterinary sciences [16][17] such as meat sciences [18][19], colostrum uptake [20][21][22] or
the study of specific diseases such as chronic kidney disease in cats [23]. In fact, and although
farm animal species poses some limitations [24], it is clear that significant results have been
achieved in species such as cattle [25], rabbit [26] and pig [27].
The effect of SWL on physiological parameters in ruminants has long been the objective of
this research team (e.g., lipid [28] and nitrogen [29] metabolisms), connected to productive
characteristics [3]. Recent tendencies have focused on the effects of SWL on protein expression
profiles, particularly through the comparison of breeds of domestic animals with different lev-
els of adaptation to nutritional stress, as described for instance for the comparison of Wild Ibe-
rian and New Zealand White rabbits that led to the establishment of important difference
between breeds at the level of structural proteins and glycolysis enzymes [30]. Such work was
our first model for studies in larger production animals, in particular sheep and goats. The
mammary gland is the most important organ in milk production. Contrary to the standard
belief and from the morphologic point of view, the mammary gland is considerably different
between sheep (Ovis aries) and goats (Capra hircus), changing also according considerably
from breed to breed and lactation phase [31]. To understand the changes associated to SWL
tolerance in dairy goats, it is important to conduct a proteomics-based study at the mammary
gland level, specifically focusing on the secretory tissue and the mitochondria, the organelle
responsible for cellular energy metabolism. In this work we used blue-native electrophoresis
(BNE) and two-dimensional electrophoresis (2DE) coupled to mass spectrometry (MS) to elab-
orate the first dedicated 2DE and BNE mapping of the goat mammary gland secretory tissue.
Such maps will be valuable information to researchers working on the mitochondrial proteo-
mics of the goat mammary gland. Furthermore 2DE was performed to understand the changes
in the mitochondrial proteome in the mammary gland of two breeds of goats with different lev-
els of adaptation to nutritional stress: the Majorera (tolerant) and the Palmera (susceptible).
Material and Methods
Location, animals and nutritional treatments
As previously described [7][31], the study was conducted at the experimental farm of the Fac-
ulty of Veterinary Medicine of the ULPGC–Universidad de Las Palmas de Gran Canaria (Aru-
cas, Gran Canaria, Spain) with 10 Majorera and 9 Palmera adult dairy goats. Husbandry details
were as follows: goats had 3 lactations and had kidded in late February (serviced by natural
mount using a buck of the same breed, five months prior to birth). Goats had a body condition
score of 3 (in a scale of 5) which is the adequate body condition score for dairy goats during lac-
tation. Animals were obtained from the experimental flock of the Pico Research Station (ICIA,
Valle Guerra, Tenerife, Spain). Animals were classified as clinically healthy at the onset and
through all the experimental period (22 days) and were admitted to the trial at mid-lactation
(80 days on average). The goats were divided randomly into four sets, two for each breed:
underfed and control groups. Animals were kept in a concrete floor shed with access to an
external area with dirt soil limited by a 1.8 m fence. Following the practises of commercial
farms in the Canary Islands and to minimize suffering and distress, animals were housed
together in the same nutritional group, were free from rain and sunshine and had access to
feed and water (under the nutritional trials guidelines) at a height ideal for their body size.
Goats were milked, in a milking parlour, equipped with recording jars, at a vacuum pressure of
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42 kPa, a pulsation ratio of 90 pulses/min, and a pulsation ratio of 60/40, in accordance with
[32][33] following commercial practises in the area. At the beginning of the trial, live body
weight (LBW) and daily milk yield were 45.5 kg and 1.60 L for Majorera Control (MC, n = 4),
50.6kg and 1.68 L for Majorera Underfed (MU, n = 5), 32.8 kg and 1.03 L for Palmera Control
(PC, n = 6) and 40.6kg and 1.33 L for Palmera Underfed (PU, n = 4), as previously reported
[7]. During the whole trial, all animals had free access to drinking water.
Aiming to reproduce field conditions in regions prone to drought and SWL where the pas-
ture is characterized by low protein and high fibre content, the following nutritional restric-
tions were applied [3]. Animals from the underfed groups were fed on standard wheat straw
and a vitamin-mineral supplement (underfed diet, in order to achieve a 15–20% reduction of
their initial BLW by the end of the experimental period). The wheat straw basic composition
corresponded to a low level of crude protein (approximately 30 g/kg dry matter), high amounts
of fibre (420 g/kg dry matter) and low energy content (5.5 MJ/kg dry matter) [34]. In contrast,
control animals were fed on a balanced diet, sufficient to cover their maintenance and lactation
needs by using standard supplements found on the Canary Islands. As per [7] and [35], goats
from the control groups were fed above-maintenance needs with maize, soy 44 (crude protein
44%), dehydrated lucerne, dehydrated beetroot, lucerne hay and a vitamin-mineral supple-
ment. The control diet provided 1.81 kg of dry matter, 1.46 UFL, 133 g of metabolizable pro-
tein, 12 g of Ca and 6 g of P in accordance with the guidelines issued by the Institut National de
la Recherche Agronomique (INRA). Goats from the underfed groups were fed with straw, repre-
senting 52% of the total UFL provided to the control group (1.81 kg of dry matter, 0.76 UFL,
41.13 g of metabolizable protein, 1.33 g of Ca and 0.66 g of P). Animals were fed daily at 07.00
am. The experimental period lasted 22 days from the point when the animals in the underfed
groups had reached a stable decrease in relative LBW of 13–15%. At this point, LBW and daily
milk yield were 48.2 kg and 1.99 L for MC and 44.1 kg with 0.22 L for MU, 33.9 kg and 1.15 L
for PC and 35.4 kg and 0.17 L for PU, as previously reported [7]. Animals were monitored
daily by the researchers involved in this study. Monitoring was done just before milking (09.00
am) and by the end of the day (18.00). Researchers monitored the animals for specific signs of
possible health issues: correct stance, alert appearance and attitude, no prostration, no panting,
no nervousness as well as usual food and water intakes.
Sample collection
Mammary gland samples were collected by biopsy from the left half udder. Before biopsy col-
lection, the udder was cleaned and disinfected using povidone-iodine. Local analgesia and
anaesthesia were induced by intramuscular injection of Xylazine (Xilagesic 20%, Calier, Barce-
lona, Spain). A 2 mm incision was made to ease tissue collection and biopsy was taken using a
scalpel blade. After sample collection, mammary gland was sutured using Safil 2/0 (Braun, Bar-
celona, Spain) and then sprayed with Terramicin (Terramicina spray, Pfizer, Madrid, Spain,
containing oxytetracycline HCl and patent blue). Finally, prophylactic treatment was adminis-
tered by intramuscular injection of Terramicin (Terramicina L.A., Pfizer, Madrid, Spain). Biop-
sies (1.5–2mg tissue) were then rinsed in sterile PBS, snap frozen in liquid Nitrogen and stored
at -80°C until further analysis.
Animal welfare disclaimer
All animal work herein described was conducted according to relevant international guidelines
(European Union procedures on animal experimentation–Directive 2010/63/EU) that regulate
the use of production animals in animal experimentation. This experiment was conducted with
the approval of the Ethics Committee of the University of Las Palmas de Gran Canaria (1st
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Process 2012) and the entire trial was conducted under the supervision of competent veterinary
authorities. Author AM Almeida holds a FELASA (Federation of European Laboratory Animal
Society Associations) grade C certificate that enables designing and carrying out animal experi-
mentation under European Union regulations. Animals were subjected to conditions (housing,
husbandry and feeding) very similar to those undertaken by local goat farmers. To avoid dis-
comfort and distress, animals were provided with a shelter, appropriate feed troughs, and ad
libitum access to water and were milked daily following the usual practises in dairy goat farm-
ing in the Canary Islands. Accordingly and during the trial, animals were monitored daily
before milking and by the end of the day by the researchers involved in this study. Monitoring
was made to detect any putative signs of discomfort or health related issues. These were absent.
After the end of the trial, animals were monitored daily (twice a day: 08 am and 18.00 pm) for
three weeks. Monitoring was conducted to prevent any complications at the biopsy site. None
occurred. After these three weeks animals re-joined other animals in the experimental flock of
the ULPGC veterinary faculty.
Mitochondria extraction
Mammary gland biopsies (Majorera and Palmera breeds) were disrupted in liquid nitrogen
with a tissue homogenizer (Biospec, Bartlesville, OK, USA) and homogenized in sucrose (0.35
M), EDTA (1.5 M) Tris (1 mM) and BSA (1%, w/v), pH 7.4 [36]. Additional homogenization
was accomplished by sonication: 3 cycles at 60 Hz during 5s (VibraCell 50-sonics & Material
Inc. Danbury, CT, USA). Mitochondrial fractions were subsequently obtained by differential
centrifugation. The homogenates were first centrifuged for 10 min, at 700 g and 4°C to discard
cell debris. A second centrifugation for 10 min at 8800 g was performed and the mitochondrial
pellet (MP1) retained. MP1 samples were washed with aminocaproic acid (ACA) (750 mM),
BisTris (50 mM), Na-EDTA (0.5 mM), pH 7.0 (BN sample buffer) [37], centrifuged and the
resulting mitochondrial pellet (MP2) retained for proteomic analysis.
Sample preparation and BN-PAGE/SDS-PAGE
MP2 samples fromMajorera breed were homogenized in BN sample buffer to a final protein
concentration of 1.4 mg/ml. Total protein was quantified using the Bradford method. Protein
complexes were thereafter solubilized for 30 minutes at 4°C with the non-denaturing detergent
n-Dodecyl-beta-D-maltoside (DDM) centrifuged (10000 g, 20 min.) and the supernatant
retained for BN-PAGE (BN protein samples). The following protein:detergent (w/w) ratios
were tested, 1:5, 1:7.5 and 1:10, to verify the influence of detergent concentration on protein
solubilisation efficiency and the BN-PAGE protein profiles. Majorera breed protein samples
were subsequently utilized to map the mitochondrial protein complexes by BN-PAGE. For this
purpose BN protein samples were mixed with BN loading buffer (1/10 of sample volume) con-
taining Coomassie blue G 250 (5%, w/v) and ACA (750 mM) solution. Coomassie blue dye
binds to proteins and confer a negative charge for the separation by electrophoresis [37]. Mito-
chondrial protein complexes were thereafter separated by BN-PAGE using gradient gels (5% to
13%, w/v, acrylamide) as described previously [38]. The first dimension BN-PAGE lane was
isolated, incubated in 2% SDS (w /v), 66 mmNa2CO3, 0.67% b-mercaptoethanol (b-ME, v / v)
for 20 min to reduce proteins, and transferred immediately to the second dimension gel
(SDS-PAGE) and protein subunits separated as described [38]. Protein bands (BN-PAGE) and
spots (BN/SDS-PAGE) were visualized with colloidal Coomassie blue (CCB) [39]. Gel images
were acquired with a GS-800 calibrated scanner (Bio-Rad, Hercules, CA, USA) and the protein
patterns analysed with the Quantity-One or PDquest software’s (Bio-Rad, Hercules, CA, USA).
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Sample preparation and two-dimensional electrophoresis (2DE)
MP2 samples fromMajorera and Palmera breeds were solubilized with urea (7M), thiourea
(2M), CHAPS (4%, w/v), DTT (65 mM), ampholytes (0.8%, v/v) (2DE sample buffer; SB) for 1
hour at room temperature. The samples were centrifuged at 16000 g for 20 min and 20°C. The
supernatants (2DE protein samples) were subsequently stored at -80°C before use to map the
mitochondrial proteins with 2DE and for comparative protein expression analysis. The two-
dimensional electrophoresis was based in the procedure previously described [40]. For each
2DE protein samples (400 μg of protein) were diluted to 300 μl in SB buffer. The protein sam-
ples were loaded in 17 cm, pH 3–10 IEF gel strips (Bio-Rad, Hercules, CA, USA) and proteins
separated by isoelectric focusing (IEF) in a Protean IEF Cell (Bio-Rad, Hercules, CA, USA)
with the following program: 16 h at 50V (strip rehydration); step 1, 15 min at 250 V; step 2, 3 h
voltage gradient to 10,000V (linear ramp); step 3, 10,000V until achieving 60,000 V/h (linear
ramp). After the first dimension proteins were reduced and alkylated with 10 mg/ml dithio-
threitol and 25 mg/ml iodoacetamide as described [40]. Subsequently IEF gel strips were
assembled on 12% (w/v) acrylamide SDS-PAGE slab gels (20cm×20cm×1 cm) and proteins
separated by SDS-PAGE in a Protean II Xi Cell (Bio-Rad, Hercules, CA, USA) at 24mA per gel.
Proteins were stained with CCB as previously described.
To evaluate differential protein expression among the four experimental groups (MC; MU;
PC; PU), proteins were separated in 17 cm, pH 4–7 IEF gel strips and stained with fluorescent
dye (Oriole, Bio-Rad, Hercules, CA, USA). 2DE Gel images were acquired with a Gel-Doc XR
(Bio-Rad, Hercules, CA, USA). Protein spots were detected automatically with Samespots soft-
ware (Progenesis, Newcastle upon Tyne, UK) as previously described [23]. Sensitivity parame-
ters were reproduced for each gel image, and spot detection and matching were done manually.
Protein spot intensities were normalized in terms of the total density in the gel image. For pro-
tein expression analysis, a master gel was obtained in the software, detecting all the spots pres-
ent in the 2DE gel images. The presence or absence of spots and quantitative variations in spot
intensities were analysed, comparing each spot’s intensity in each of all four experimental
groups with each other. Only spots that were detected in at least two replicate gels were consid-
ered for expression analysis. Quantitative variations in spot intensity were statistically validated
using t Student test (P< 0.05). Three 2DE gels (n = 3) were performed for each experimental
condition, selected at random from the existing samples.
Protein identification using LC-MS/MS
The BN-PAGE gel lane was divided into eight gel slices and subject to trypsin digestion. Pep-
tide samples were next analysed on an Q Exactive mass spectrometer (Thermo Electron,
Hemel Hempstead, UK) as described [41]. Samples were resolved on a 15 cm by 75μm inner
diameter analytical column (New Objective, Woburn, MA, USA), which was packed in-house
with Reprosil-Pur C18-AQ phase, 3 μm bead (Dr. Maisch, Germany). A 120 min gradient was
used to separate the peptides. The Q Exactive mass spectrometer was operated in a “Top 10”
data dependent acquisition mode. Precursor scans were performed at a resolving power of
60,000, from which 10 precursor ions were selected and fragmented. MS/MS peak lists were
converted to mzXML format and searched using the MOWSE algorithm fromMascot version
2.3.01 (Matrix science) against UniProt_SwissProt database (541,762 sequences; 192,577,305
residues). Enzyme was set to trypsin allowing for up to 2 missed cleavages. Carbamidomethyl
cysteine was set as a fixed modification and methionine oxidation as variable modification.
Peptide mass tolerance was 20 ppm, and fragment mass tolerance 0.02 Da. Only hits with sig-
nificant identity or extensive homology (p<0.05) were considered valid identifications. This
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work was conducted as an external service purchase to the Proteomics Facility, Sir William
Dunn School of Pathology, University of Oxford, UK.
Protein identification using MALDI-TOF/TOF
Protein spots were excised from 2DE and BN-PAGE/SDS-PAGE gels and proteins subjected to
in-gel digestion using the protease trypsin [42]. The tryptic digests were desalted and concen-
trated using reversed phase micro-columns [43]. The peptides were eluted directly onto the
MALDI plate using the matrix α-cyano-4-hydroxycinamic acid (5 mg/mL) prepared in aceto-
nitrile (70%, v/v) and trifluoroacetic acid (0.1%, v/v). Protein identification was done by MAL-
DI-TOF/TOF with an Applied Biosystem 5800 Proteomics Analyser (Applied Biosystems,
Foster City, CA, USA) in MS and MS/MS mode. Spectra were externally calibrated using des-
Arg-Bradykinin (904.468 Da), angiotensin 1 (1296.685 Da), Glu-Fibrinopeptide B (1570.677
Da), ACTH (1–17) (2093.087 Da), and ACTH (18–39) (2465.199) (Calibration Mix from 4700
Applied Biosystems). Ten s/n best precursors from each MS spectrum were selected for MS/
MS analysis. The generated mass spectra were used to search the NCBI database restricted to
Other Mammalia taxonomy (434586 sequences), with the algorithmMOWSE, fromMASCOT
server 2.3 (Matrix-Science). Two trypsin missed cleavages, carbamidomethylation of cysteine
as fixed modification as well as four dynamic modifications (methionine and tryptophan oxi-
dation, tryptophan dioxydation and tryptophan to kynurenin) were allowed. Mass accuracy
was set to 100 ppm for parent ions and 0.5 Da for MS/MS fragments. Homology identification
was retained with probability set at 95%.
Results and Discussion
BN/SDS-PAGE and characterization of mitochondrial protein complexes
The solubilisation of the mitochondrial membrane protein complexes was attempted with the
non-denaturant detergent DDM. Three protein:detergent (w/w) ratios (1:5, 1:7 and 1:10) were
tested. The efficiency of the solubilisation was assessed by protein profiling in BN-PAGE gels
(number of bands and intensity). Upon electrophoresis, similar profiles were reported for the
three protein samples tested with, at least, eight protein bands (eight protein complexes) being
resolved among samples (Fig 1). The molecular mass of the protein complexes in the
BN-PAGE gels varied between 146 and 720 kDa or higher (Fig 1). The results indicate that
DDM, within this concentration range, has no major influence in the solubilisation of mem-
brane proteins. Moreover the results are consistent, for example, with the separation of mito-
chondrial membrane complexes I-V accomplished in different rat organs [44].
Protein complexes were subsequently excised from the gels and subjected to LC-MS/MS to
gather a first insight on the protein complexes separated using this technique. The results of
this analysis are resumed in Table 1. The LC-MS/MS analysis enabled the identification of sev-
eral subunits of major protein complexes present in the mitochondria, the glutamate dehydro-
genase complex and the respiratory NADH dehydrogenase (complex I), Succinate
dehydrogenase, SQR (complex II), coenzyme Q: cytochrome c—oxidoreductase (complex III),
cytochrome c oxidase, COX (complex IV) and ATP synthase, ATPase (complex V). Other sub-
units from cation transport ATPase, Voltage-dependent anion-selective channel, glutamate
dehydrogenase, NAD(P) transhydrogenase, creatine kinase U-type complexes also were identi-
fied with the methodology (Table 1).
Following the first dimension (BN-PAGE), protein complexes can be denatured and the
respective subunits separated in a second electrophoresis in denaturing conditions
(SDS-PAGE). Coupled to MALDI-TOF mass spectrometry this method allowed to identify in
total 53 proteins with molecular masses ranging between 20–117 kDa (Fig 2).
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2DE of mitochondrial proteins
2DE was employed for a complementary mapping of the mitochondrial proteome (Fig 3). This
conventional proteomic analysis method enables the information accomplished here to be
reproduced and utilized in most of molecular and cell biology laboratories. Proteins with mas-
ses varying between 20 and 117 kDa were separated in large format gels along a pH interval of
3–10 (Fig 3). Ninety-five proteins were identified by MALDI-TOF/TOF, this higher number
comparatively to BN/PAGE-SDS/PAGE could be attributed in part to the increased capability
of 2DE to separate and resolve complex protein mixtures. Moreover in comparison to
BN-PAGE the high resolution of 2DE has been exploited in the characterization of protein iso-
forms. In the present map several putative isoforms of ATP synthase subunits alpha and beta
Fig 1. Separation of mitochondrial protein complexes fromMajorera breed by BN-PAGE. Proteins were
solubilized with the detergent DDM at a protein ratio of 1:10; 1:7.5 and 1:5 (protein: detergent, w/w). Gel
stained with Coomassie Blue Colloidal. Gel bands were excised and analysed by nano-LC-MS/MS.
doi:10.1371/journal.pone.0151599.g001
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(ATP5A, ATP5B), prelamin (LMNA), protein disulfide-isomerase (PDIA), mitochondrial
inner membrane protein (IMMT), NADH-ubiquinone oxidoreductase 75 kDa subunit
(NDUSF) are reported (Fig 3, square delimited proteins).
Gene ontology analysis and functional classification of proteins
Functional classification of the proteins identified by MALDI-TOF/TOF was conducted in
blast2go (https://www.blast2go.com/) tool and was based on gene ontology terms associated to
each protein (Fig 4). The five most represented molecular activities displayed by the identified
proteins are related to protein, ion, small molecule and organic cyclic and heterocyclic com-
pound binding. Moreover the majority of these proteins seem to be involved in biological pro-
cesses related with single organism, cell metabolism, biological regulation and response to
stimulus (Fig 4). The majority of the proteins identified in 2DE and BN-PAGE have functions
assigned directly to the mitochondria. Most of the proteins participate in citrate cycle (e.g.
ACO2, CS, SDHB, SDHA, DLD, SUCLG2), oxidative phosphorylation and electron transport
(ATP5A, NDUFV1, UQCRC2, ATP5C, UQCRFS1, ETFDH, NDUFS2, CYC1, NDUFS1,
ATP5B, UQCRC1, ATP5O), amino acid metabolism (GLUD1), transport across the outer and
Table 1. Protein complexes, and respective subunits, identified by nano-LC-MS/MS. Detailed information of the identification of proteins is reported in
S1 Table.
Protein band Protein complex Subunits Identiﬁed subunits (gene identiﬁer)
GC1 ATPase, complex V 2 ATP5A1, ATP5B
Complex I 1 NDUFS1
Complex II 1 SDHA
GC2 complex I 7 NDUFS1, NDUFV1, NDUFS2, NDUFS3, NDUFA13, NDUFB10, NDUFS8
ATPase, complex V 3 ATP5A1, ATP5B, ATP5C1
– 1 BDH1
complex II 2 SDHA, UQCRC2
GC3 ATPase, complex V 5 ATP5A1, ATP5B, ATP5C1, ATP5F1, ATP5O
complex III, cytochrome b-c1 complex 3 UQCRC1, UQCRC2, CYC1
NAD(P) transhydrogenase 1 NNT
COX complex, complex IV 1 MT-CO2
Creatine kinase U-type 1 CKMT1
– 1 BDH1
GC4 ATPase, complex V 2 ATP5A1, ATP5B
glutamate dehydrogenase 1 GLUD1
GC5 glutamate dehydrogenase 1 GLUD1
ATPase, complex V 3 ATP5B, ATP5A1, ATP5C1
complex II 1 SDHA
NAD(P) transhydrogenase 1 NNT
– 2 Hspd1, BDH1
GC6 ATPase 1 ATP1A1
COX complex, complex IV 2 COX4I1, COX6C
GC7 ATPase, complex V 2 ATP5B, ATP5A1
NAD(P) transhydrogenase 1 NNT
– 1 BDH1
G8 ATPase, complex V 2 ATP5B, ATP5A1
Voltage-dependent anion-selective channel 3 VDAC1
– SLC25A6, SLC25A4
doi:10.1371/journal.pone.0151599.t001
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inner membranes (TOMM40, CHCHD3, IMMT), signalling (VDAC2), lipid metabolism
(BDH1, GUT2), protein folding (HSPA9, HSPD1, PHB), apoptosis (AIFM2), mRNA transla-
tion (TUFM). Mitochondria un-related proteins were also identified and are likely contami-
nants from other cellular structures and tissues, which could be attributed to an incomplete
purification of the organelle. These include blood proteins (ALB), cytoskeletal (LMNA, GSN,
LMNB2, LMNB1, TUBA1B, TUBB4B, ACTB, ACTC, TPM2), peroxisomal (PRDX1) and
endoplasmic reticulum (RRBP1, RPN1) proteins and proteins involved in lipid metabolism
(APOA1), amino acid metabolism (LAP3), transport (SAMM50, CSN1S2, CSN3, CSN1S1),
endocytosis and exocytosis (ANXA1-5), mRNA translation (EEF1A1, EEF2, EEF1G), protein
folding and processing (HSPB1, HSPA8, RRBP1, HSP90AB1, HSPA5, TXNDC5, PDIA3) and
connection cell to cell (COL6A2).
Differential protein expression
Differentially expressed proteins between the four experimental groups are presented in
table 2. A total of 10 spots were found to have differential expression, allowing the
Fig 2. Second dimension separation of the subunits of mitochondrial protein complexes fromMajorera breed, under denaturing conditions,
BN-PAGE/SDS-PAGE. Identified proteins are referred in the figure by the gene identifier and reference number. Proteins were stained with CCB and
identified with MALDI-TOF/TOF. Detailed information of protein identification is presented in S2 Table.
doi:10.1371/journal.pone.0151599.g002
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identification of nine different proteins: NADH-ubiquinone oxidoreductase 75 kDa subunit,
mitochondrial (2 spots), lamin B1, actin, cytoplasmic 2, casein beta, prelamin-A/C isoform 2,
collagen alpha-1(VI) chain, Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-
2, cytochrome b-c1 complex subunit 1, mitochondrial, Chain D, Bovine F1-C8 Sub-Complex
Of ATP Synthase.
NADH-ubiquinone oxidoreductase 75 kDa subunit is the core subunit of the mitochondrial
membrane respiratory chain NADH dehydrogenase (Complex I), functioning essentially at the
level of electron transfers from NADH to the respiratory chain (http://www.uniprot.org/
uniprot/P15690). In our experiment, NADH-ubiquinone oxidoreductase 75 kDa subunit
shows a pattern for decreased expression in the Palmera breed, with the pattern being consis-
tent in both spots (57 and 58) identified as this protein. Ricci and co-workers [45] have demon-
strated that during apoptosis and the production of reactive oxygen species (ROS) induced by
stress, the p75 subunit of complex I of the electron transport chain is heavily cleaved by cas-
pase, which may explain why did this protein expression decreased as a consequence of SWL.
Fig 3. Two-dimensional gel electrophoresis of mitochondrial proteins fromMajorera breed. Identified proteins are referred in the figure by the gene
identifier and the reference number from the S1 Table. Proteins were separated within the pI and molecular mass intervals 3–10 and 20–117 kDa. Proteins
were stained with CCB and identified with MALDI-TOF/TOF. Detailed information of protein identification is presented in S2 Table.
doi:10.1371/journal.pone.0151599.g003
Goat Mammary Gland Mitochondrial Proteome
PLOSONE | DOI:10.1371/journal.pone.0151599 March 31, 2016 11 / 18
Fig 4. Protein distribution in the categories biological process (A—upper panel), molecular function
(B—middle panel) and cellular component (C—lower panel), following analysis of GO term
associations.
doi:10.1371/journal.pone.0151599.g004
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It is noteworthy to mention that such decrease was only significant in the SWL susceptible
(Palmera breed) and not in the SWL tolerant (Majorera breed). Such results may be interpreted
as a consequence of an exacerbated reaction to SWL-induced stress only on the Palmera mam-
mary gland mitochondria, and not on the Majorera, finally indicating that the reduced expres-
sion of this protein may be considered as possible marker of tolerance to SWL in the
mitochondria of the mammary gland.
The same expression pattern was also recorded for lamin B1. This protein has equally been
found to be involved in the apoptotic process, being a component of the nuclear lamina and
playing a critical role in maintaining nuclear architecture, regulating gene expression and mod-
ulating chromatin positioning [46]. According to these authors, lamin B1 protein over-expres-
sion has been associated to alterations in the lipid metabolism linked to age-dependent
demyelination-suffering patients. Higher expression levels of lamin B1 in bovine mammary
epithelial cells have also been linked to the late stages of lactation, particularly to mammary
gland involution and associated apoptosis [47]. As higher expression levels for lamin B1 were
found to be significantly different in the Palmera breed, it can be inferred that this breed is
being significantly more affected by underfed than the Majorera animals that, despite the feed
restriction levels, are still in an earlier phase of the mammary gland apoptosis and involution
Table 2. Protein spots showing differential abundance in Majorera and Palmera individuals subjected to food restriction. Values are reported as log
normalized volumes. Statistical differences in comparison to control with P<0.05 (*).
Spot
reference
Protein name Majorera Palmera Accession
Number
Matched
Peptides1
Protein
Score2
Control Underfed Control Underfed MS MS/
MS
57 NADH-ubiquinone oxidoreductase
75 kDa subunit, mitochondrial
4.58
±7.52e-
002
4.5±0.47e-
002
4,69
±7.81e-
002
4.5±6.91e-
002*
gi|548454597 25 7 421
58 NADH-ubiquinone oxidoreductase
75 kDa subunit, mitochondrial
4.99±0.19 4.82±4.51e-
002
5.04
±1.47e-
002
4.86±9.22e-
002*
gi|548454597 29 6 529
62 prelamin-A/C isoform 2 4.91±0.28 5.47±0.43* 4.98±0.25 5.16±0.15 gi|472366893 16 5 288
63 collagen alpha-1(VI) chain 5.03±0.13 5.54±0.28* 5.06±0.21 5.26±017 gi|548452361 34 8 328
67 lamin B1 4.72±0.17 4.78±0.14 4.58±0.11 4.79±3.77e-
002*
gi|296485609 38 7 359
73 Chain D, Bovine F1-C8 Sub-
Complex Of Atp Synthase
5.44
±3.94e-
002
5.35±1.45e-
002*
5.56±0.61 5.38±015 gi|306991567 22 9 817
75 cytochrome b-c1 complex subunit
1, mitochondrial
5.01
±4.44e-
002
4.86±9.01e-
002*
5.05
±9.16e-
002
4.99±0.24 gi|548515658 21 7 679
80 actin, cytoplasmic 2 5.94±0.34 6.05±0.26 5.84
±8.52e-
002
5.95±5.25e-
002*
gi|471367241 34 9 751
86 casein beta 4.81
±7.52e-
002
4.65±0.75 5.03±0.23 4.77±0.13* gi|548470565 13 4 346
95 Guanine nucleotide-binding protein
G(I)/G(S)/G(T) subunit beta-2
5.03
±8.07e-
002
5.21±9.36e-
002*
4.98±0.16 5.0±0.13 gi|432101315 7 1 60
1Number of peptides matched and fragmented peptides in MALDI-TOF/TOF;
2Signiﬁcant identiﬁcation scores obtained with the Mowse algorithm (P<0.05)
doi:10.1371/journal.pone.0151599.t002
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than Palmera goats. This protein may therefore also be considered as being related to SWL
susceptibility.
Our results for spot 62 show that in the Majorera restricted group Prelamin A/C expression
increases 10%, whereas in both Palmera groups, the results are very similar, albeit with a ten-
dency to increase (3%) in the restricted group. This protein expression has been associated to
cell senescence [48] corroborating our results. Contrariwise, it has also been demonstrated that
albeit the protein is down-regulated in the interstitial fluid of leiomyoma patients [49], it is also
up-regulated in malignant pleural mesothelioma patients [50], suggesting for prelamin A/C a
still unclear and undefined role in the context of cellular growth or senescence. A similar profile
was also detected for collagen alpha-1(VI) chain in our study. The protein has been found to be
up-regulated in different tissues, being considered a marker of diverse types of cancer [51][52]
[53], and also a biomarker of gestational diabetes in omental adipose tissue [54]. All these con-
ditions are characterized by intense cell proliferation and morphogenesis, clearly the opposite
situation of both restricted groups in our trial. It seems therefore that further studies are neces-
sary to understand the role of this protein in the goat mammary gland.
Guanine nucleotide-binding protein subunit beta (spot 95) has long been described as a pro-
tein involved in signalling systems in different types of mammalian cells, being particularly
important in mechanisms such as cell growth [55]. Data from our study point out to an up-reg-
ulation of this protein in the mammary gland of the tolerant breed (Majorera) as a consequence
of weight loss, whereas no changes were observed for the susceptible breed (Palmera). Such
results indicate that in the Majorera breed, and despite the weight loss and the associated
reserve mobilization, signalling systems leading to cell growth (and therefore mammary gland
function) are still occurring and indeed increasing, whereas in the Palmera breed, cell growth
seems to have reached a standstill. Such results indicate that this protein could be considered as
an interesting indicator of SWL tolerance in the goat mammary gland.
Spot 75 was identified as cytochrome b-c1 complex subunit 1. This is a mitochondrial pro-
tein involved in oxidation/reduction process and playing a major role in the cell’s electron
transport and respiratory chain. It has long been described as a marker for ageing in the skeletal
muscle female humans [56]. More recently, this protein has also been described as playing a
significant role for instance in ovine cellular (Corpus Luteum) regression [57]. In our experi-
ment, the expression of the protein is maintained in the susceptible breed, but decreasing in the
tolerant breed. This could be interpreted as a better adaptation to SWL by the Majorera breed
in a response to diminish mammary gland regression by reducing the expression of cyto-
chrome b-c1 complex subunit 1. On the contrary, Palmera animals are still maintaining the
same expression levels of this protein lacking therefore this important mechanism of adapta-
tion leading to the preservation of mammary gland function and lactation.
Spot 73 (Chain D, Bovine F1-C8 Sub-Complex of ATP Synthase) is another enzyme
involved in energy metabolism [58]. The expression of the protein decreased similarly (2%
decrease) in both breeds as a consequence of SWL, albeit significant differences were only
recorded for Majorera goats. This is an expectable result as SWL leads to energy production
reduction in the cell. The similar decreases for both groups indicate the importance of this pro-
tein as a putative mammary gland biomarker of SWL, but not of SWL tolerance.
Conclusions
In this study, we conducted for the first time an exhaustive study of the goat mammary gland
mitochondrial proteome. We have thoroughly mapped the proteins in both their Native organi-
zation and under denaturing conditions, respectively using BN-PAGE and standard 2DE. Fur-
thermore and as this is, to the best of our knowledge, the first application of the BN-PAGE
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technique to mammary gland mitochondria, we have also contributed to the establishment of
adequate and reproducible laboratorial methodology of use in this type of tissue. We have finally
studied the protein expression changes in the mammary gland of two goat breeds with different
levels of tolerance to SWL, highlighting several proteins that showed differential expression
between breeds and nutritional treatments and as such, and upon adequate validation, could be
proposed as putative biomarkers of tolerance to SWL and maintenance of lactation and mam-
mary gland function in these animals. Results indicate that SWL tolerance and milk production
under SWL are related to proteins involved in the apoptotic and cell senescence processes, with
higher expression results in the Palmera breed, whereas the Majorera breed maintains the
expression of these proteins at constant level. The control of apoptosis seems therefore to be the
key link to understand SWL tolerance and its links to the production performances of these ani-
mals. These results furthermore serve as a basis for studies in other domestic dairy ruminants,
particularly sheep and cattle. Understanding the molecular basis of tolerance to SWL is a com-
plex task. It would therefore be interesting to conduct further research at the transcriptomics,
proteomics (extra mitochondrial), lipidomics and metabolomics levels.
Supporting Information
S1 Table. Protein identification by nano-LC-MS/MS analysis
(XLSX)
S2 Table. Protein identification by MALDI-TOF/TOF analysis.
(XLSX)
Acknowledgments
Authors acknowledge the contribution of the Pico Research station (Tenerife, Canary Islands,
Spain) staff, the ULPCG (Gran Canaria, Canary Islands, Spain) research farm staff and A.
Morales-delaNuez, D. Martell-Jaizme, A Suarez-Trujillo and P. Delgado-delOlmo for their
help with the animal work. The contribution of Mr. Paul Orchard (RUSVM, St. Kitts, West
Indies) in image editing is finally acknowledged.
Author Contributions
Conceived and designed the experiments: AMOC AMA NC AA JC LEHC. Performed the
experiments: AMA LEHC NC AA GC JC AMOC JRP EF MC JR. Analyzed the data: AMOC
AMA. Contributed reagents/materials/analysis tools: AMOC JR AMA. Wrote the paper:
AMOC AMA.
References
1. De Almeida AM, Cardoso LA. Animal production and genetic resources in Guinea Bissau: I—Northern
Cacheu Province. Trop Anim Heal Prod. 2008; 40: 529–536. doi: 10.1007/s11250-008-9130-9
2. De Almeida AM, Cardoso LA. Animal production and genetic resources in Guinea Bissau: II—Tombali
province. Trop Anim Health Prod. 2008; 40: 537–43. doi: 10.1007/s11250-008-9131-8 PMID:
18716911
3. Almeida AM, Schwalbach LM, DeWaal HO, Greyling JPC, Cardoso LA. The effect of supplementation
on productive performance of Boer goat bucks fed winter veld hay. Trop Anim Health Prod. 2006; 38:
443–449. doi: 10.1007/s11250-006-4368-6 PMID: 17165615
4. Almeida AM, Schwalbach LMJ, Cardoso LA, Greyling JPC. Scrotal, testicular and semen characteris-
tics of young Boer bucks fed winter veld hay: The effect of nutritional supplementation. Small Rumin
Res. 2007; 73: 216–220. doi: 10.1016/j.smallrumres.2007.02.001
Goat Mammary Gland Mitochondrial Proteome
PLOSONE | DOI:10.1371/journal.pone.0151599 March 31, 2016 15 / 18
5. Scanlon TT, Almeida AM, van Burgel A, Kilminster T, Milton J, Greeff JC, et al. Live weight parameters
and feed intake in Dorper, Damara and Australian Merino lambs exposed to restricted feeding. Small
Rumin Res. 2013; 109: 101–106. doi: 10.1016/j.smallrumres.2012.08.004
6. Almeida AM, Kilminster T, Scanlon T, Araújo SS, Milton J, Oldham C, et al. Assessing carcass and
meat characteristics of Damara, Dorper and Australian Merino lambs under restricted feeding. Trop
Anim Health Prod. 2013; 45: 1305–11. doi: 10.1007/s11250-013-0361-z PMID: 23345065
7. Lérias JR, Hernández-Castellano LE, Morales-Delanuez A, Araújo SS, Castro N, Argüello A, et al.
Body live weight and milk production parameters in the Majorera and Palmera goat breeds from the
Canary Islands: influence of weight loss. Trop Anim Health Prod. 2013; 45: 1731–6. doi: 10.1007/
s11250-013-0423-2 PMID: 23712398
8. Lérias JR, Peña R, Hernández-Castellano LE, Capote J, Castro N, Argüello A, et al. Establishment of
the biochemical and endocrine blood profiles in the Majorera and Palmera dairy goat breeds: the effect
of feed restriction. J Dairy Res. 2015; 82: 416–425. doi: 10.1017/S0022029915000412 PMID:
26290160
9. Cardoso L, Almeida A. Seasonal weight loss—an assessment of losses and implications on animal
welfare and production in the tropics: Southern Africa andWestern Australia as case studies. In: Mak-
kar HPS, editor. Enhancing Animal welfare and farmer income through strategic animal feeding. Food
and Agricultural Organization of the United Nations (FAO), Rome; 2013. pp. 37–44.
10. Almeida AM. The Damara in the context of Southern Africa fat-tailed sheep breeds. Trop Anim Health
Prod. 2011; 43: 1427–41. doi: 10.1007/s11250-011-9868-3 PMID: 21509451
11. Herrera RG, Puyol DG, Martín EH, Presa LG, Rodríguez PR. Influence of the North Atlantic oscillation
on the Canary Islands precipitation. J Clim. 2001; 14: 3889–3903. doi: 10.1175/1520-0442(2001)
014<3889:IOTNAO>2.0.CO;2
12. Amills M, Capote J, Toms A, Kelly L, Obexer-Ruff G, Angiolillo A, et al. Strong phylogeographic relation-
ships among three goat breeds from the Canary Islands. J Dairy Res. 2004; 71: 257–262. doi: 10.1017/
S0022029904000342 PMID: 15354570
13. Navarro-Rios M, Fernández G, Perezgrovas R. Characterization of Majorera goat production systems
in the Canary Islands. Options Méditerranéennes: Série A Séminaires Méditerranéens, Economic,
social and environmental sustainability in sheep and goat production systems. 2011. pp. 205–210.
14. Escuder A, Fernández G, Capote J. Characterisation of Palmera dairy goat production systems.
Options méditerranéennes. 2006; 70: 95–100.
15. Fresno MR, Gómez J, Molina A, Darmanin N, Capote J, Delgado JV. Preliminary study of the Majorera
milk goat productive performance. Arch Zootec. 1994; 43: 181–186.
16. Eckersall PD, Miller I, de Almeida AM. Proteomics, a new tool for farm animal science. J Proteomics.
2012; 75: 4187–9. doi: 10.1016/j.jprot.2012.05.014 PMID: 22634566
17. Almeida AM, Bassols A, Bendixen E, Bhide M, Ceciliani F, Cristobal S, et al. Animal board invited
review: advances in proteomics for animal and food sciences. Animal. 2015; 9: 1–17. doi: 10.1017/
S1751731114002602 PMID: 25359324
18. Paredi G, Raboni S, Bendixen E, de Almeida AM, Mozzarelli A. “Muscle to meat”molecular events and
technological transformations: The proteomics insight. J Proteomics. 2012; 75: 4275–4289. doi: 10.
1016/j.jprot.2012.04.011 PMID: 22543183
19. Paredi G, Sentandreu MA, Mozzarelli A, Fadda S, Hollung K, de Almeida AM. Muscle and meat: New
horizons and applications for proteomics on a farm to fork perspective. J Proteomics. 2013; 88: 58–82.
doi: 10.1016/j.jprot.2013.01.029 PMID: 23403256
20. Hernández-Castellano LE, Almeida AM, Ventosa M, Coelho AV, Castro N, Argüello A. The effect of
colostrum intake on blood plasma proteome profile in newborn lambs: low abundance proteins. BMC
Vet Res. 2014; 10: 85. doi: 10.1186/1746-6148-10-85 PMID: 24708841
21. Hernández-Castellano LE, Argüello A, Almeida AM, Castro N, Bendixen E. Colostrum protein uptake in
neonatal lambs examined by descriptive and quantitative liquid chromatography-tandemmass spec-
trometry. J Dairy Sci. 2015; 98: 135–147. doi: 10.3168/jds.2014-8143 PMID: 25465637
22. Hernandez-Castellano LE, Almeida AM, Castro N, Arguello A. The colostrum proteome, ruminant nutri-
tion and immunity: a review. Curr Protein Pept Sci. 2014; 15: 64–74. PMID: 24555887
23. Ferlizza E, Campos A, Neagu A, Cuoghi A, Bellei E, Monari E, et al. The effect of chronic kidney dis-
ease on the urine proteome in the domestic cat (Felis catus). Vet J. 2015; 204: 73–81. doi: 10.1016/j.
tvjl.2015.01.023 PMID: 25726445
24. Soares R, Franco C, Pires E, Ventosa M, Palhinhas R, Koci K, et al. Mass spectrometry and animal sci-
ence: protein identification strategies and particularities of farm animal species. J Proteomics. 2012;
75: 4190–206. doi: 10.1016/j.jprot.2012.04.009 PMID: 22543184
Goat Mammary Gland Mitochondrial Proteome
PLOSONE | DOI:10.1371/journal.pone.0151599 March 31, 2016 16 / 18
25. Ferreira AM, Bislev SL, Bendixen E, Almeida AM. The mammary gland in domestic ruminants: A sys-
tems biology perspective. J Proteomics. 2013; 94: 110–123. doi: 10.1016/j.jprot.2013.09.012 PMID:
24076120
26. Miller I, Rogel-Gaillard C, Spina D, Fontanesi L, de Almeida AM. The rabbit as an experimental and pro-
duction animal: from genomics to proteomics. Curr Protein Pept Sci. 2014; 15: 134–45. PMID:
24555894
27. De Almeida AM, Bendixen E. Pig proteomics: A review of a species in the crossroad between biomedi-
cal and food sciences. J Proteomics. 2012; 75: 4296–4314. doi: 10.1016/j.jprot.2012.04.010 PMID:
22543283
28. Van Harten S, Almeida AM, Morais Z, Schwalbach LM, Greyling JP, deWaal HO, et al. Free fatty acids
and fatty acids of triacylglycerols profiles in muscle and plasma of fed and underfed Boer goats. Nutr
Res. 2003; 23: 1447–1452. doi: 10.1016/S0271-5317(03)00152-0
29. Almeida AM, Schwalbach LMJ, DeWaal HO, Greyling JPC, Cardoso LA. Serum amino acid and myofi-
brillar protein profiles in Boer goat bucks following undernutrition. Small Rumin Res. 2004; 55: 141–
147. doi: 10.1016/j.smallrumres.2004.01.009
30. Almeida AM, Campos A, Francisco R, Van Harten S, Cardoso LA, Coelho AV. Proteomic investigation
of the effects of weight loss in the gastrocnemius muscle of wild and NZW rabbits via 2D-electrophore-
sis and MALDI-TOF MS. Anim Genet. 2010; 41: 260–272. doi: 10.1111/j.1365-2052.2009.01994.x
PMID: 19968635
31. Lérias JR, Hernández-Castellano LE, Suárez-Trujillo A, Castro N, Pourlis A, Almeida AM. The mam-
mary gland in small ruminants: major morphological and functional events underlying milk production—
a review. J Dairy Res. 2014; 81: 304–18. doi: 10.1017/S0022029914000235 PMID: 24901899
32. Capote J, Argüello A, Castro N, López JL, Caja G. Short Communication: Correlations Between Udder
Morphology, Milk Yield, and Milking Ability with Different Milking Frequencies in Dairy Goats. J Dairy
Sci. 2006; 89: 2076–2079. doi: 10.3168/jds.S0022-0302(06)72276-7 PMID: 16702272
33. Torres A, Castro N, Hernández-Castellano LE, Argüello A, Capote J. Short communication: Effects of
milking frequency on udder morphology, milk partitioning, and milk quality in 3 dairy goat breeds. J
Dairy Sci. 2012; 96: 1–4. doi: 10.3168/jds.2012-5435
34. McDonald P, Edwards RA, Greenhalgh JFD. Animal Nutrition. Longman Scientific & Technical, Har-
low, UK; 1988.
35. Martínez-de la Puente J, Moreno-Indias I, Morales-Delanuez A, Ruiz-Díaz MD, Hernández-Castellano
LE, Castro N, et al. Effects of feeding management and time of day on the occurrence of self-suckling in
dairy goats. Vet Rec. 2011; 168: 378. doi: 10.1136/vr.c6483 PMID: 21498266
36. Mehard CW, Packer L, Abraham S. Activity and ultrastructure of mitochondria frommouse mammary
gland and mammary adenocarcinoma. Cancer Res. 1971; 31: 2148–2160. PMID: 4330446
37. Reisinger V, Eichacker LA. Solubilization of membrane protein complexes for blue native PAGE. J Pro-
teomics. 2008; 71: 277–283. doi: 10.1016/j.jprot.2008.05.004 PMID: 18573355
38. Campos A, Carvajal-Vallejos PK, Villalobos E, Franco CF, Almeida AM, Coelho AV, et al. Characterisa-
tion of Zea mays L. plastidial transglutaminase: interactions with thylakoid membrane proteins. Plant
Biol. 2010; 12: 708–16. doi: 10.1111/j.1438-8677.2009.00280.x PMID: 20701693
39. Neuhoff V, Arold N, Taube D, Ehrhardt W. Improved staining of proteins in polyacrylamide gels includ-
ing isoelectric focusing gels with clear background at nanogram sensitivity using Coomassie Brilliant
Blue G-250 and R-250. Electrophoresis. 1988; 9: 255–262. doi: 10.1002/elps.1150090603 PMID:
2466658
40. Campos A, Puerto M, Prieto A, Cameán A, Almeida AM, Coelho A V., et al. Protein extraction and two-
dimensional gel electrophoresis of proteins in the marine mussel Mytilus galloprovincialis: An important
tool for protein expression studies, food quality and safety assessment. J Sci Food Agric. 2013; 93:
1779–1787. doi: 10.1002/jsfa.5977 PMID: 23197375
41. Uhlmann T, Geoghegan VL, Thomas B, Ridlova G, Trudgian DC, Acuto O. A method for large-scale
identification of protein arginine methylation. Mol Cell Proteomics. 2012; 11: 1489–1499. doi: 10.1074/
mcp.M112.020743 PMID: 22865923
42. Pandey A, Mann M. Proteomics to study genes and genomes. Nature. 2000; 405: 837–846. doi: 10.
1038/35015709 PMID: 10866210
43. Gobom J, Nordhoff E, Mirgorodskaya E, Ekman R, Roepstorff P. Sample purification and preparation
technique based on nano-scale reversed-phase columns for the sensitive analysis of complex peptide
mixtures by matrix-assisted laser desorption/ionization mass spectrometry. J Mass Spectrom. 1999;
34: 105–16. doi: 10.1002/(SICI)1096-9888(199902)34:2<105::AID-JMS768>3.0.CO;2-4 PMID:
10093212
Goat Mammary Gland Mitochondrial Proteome
PLOSONE | DOI:10.1371/journal.pone.0151599 March 31, 2016 17 / 18
44. Reifschneider NH, Goto S, Nakamoto H, Takahashi R, SugawaM, Dencher NA, et al. Defining the mito-
chondrial proteomes from five rat organs in a physiologically significant context using 2D blue-native/
SDS-PAGE. J Proteome Res. 2006; 5: 1117–1132. doi: 10.1021/pr0504440 PMID: 16674101
45. Ricci JE, Muñoz-Pinedo C, Fitzgerald P, Bailly-Maitre B, Perkins GA, Yadava N, et al. Disruption of
mitochondrial function during apoptosis is mediated by caspase cleavage of the p75 subunit of complex
I of the electron transport chain. Cell. 2004; 117: 773–786. doi: 10.1016/j.cell.2004.05.008 PMID:
15186778
46. Rolyan H, Tyurina YY, Hernandez M, Amoscato AA, Sparvero LJ, Nmezi BC, et al. Defects of lipid syn-
thesis are linked to the age-dependent demyelination caused by lamin B1 overexpression. J Neurosci.
2015; 35: 12002–12017. doi: 10.1523/JNEUROSCI.1668-15.2015 PMID: 26311780
47. Janjanam J, Singh S, Jena MK, Varshney N, Kola S, Kumar S, et al. Comparative 2D-DIGE proteomic
analysis of bovine mammary epithelial cells during lactation reveals protein signatures for lactation per-
sistency and milk yield. PLoS One. 2014; 9: e102515. doi: 10.1371/journal.pone.0102515 PMID:
25111801
48. Young SG, Jung HJ, Lee JM, Fong LG. Nuclear lamins and neurobiology. Mol Cell Biol. 2014; 34:
2776–2785. doi: 10.1128/MCB.00486-14 PMID: 24842906
49. Ura B, Scrimin F, Zanconati F, Arrigoni G, Monasta L, Romano A, et al. Two-dimensional gel electro-
phoresis analysis of the leiomyoma interstitial fluid reveals altered protein expression with a possible
involvement in pathogenesis. Oncol Rep. Greece; 2015; 33: 2219–2226. doi: 10.3892/or.2015.3827
50. Giusti L, Valle YD, Bonotti A, Donadio E, Ciregia F, Ventroni T, et al. Comparative proteomic analysis of
malignant pleural mesothelioma evidences an altered expression of nuclear lamin and filament related
proteins. Proteomics Clin Appl. 2014; doi: 10.1002/prca.201300052
51. Chaudhary N, Bhatnagar S, Malik S, Katare DP, Jain SK. Proteomic analysis of differentially expressed
proteins in lung cancer in Wistar rats using NNK as an inducer. Chem Biol Interact. 2013; 204: 125–
134. doi: 10.1016/j.cbi.2013.05.004 PMID: 23692979
52. Fan N-J, Gao C-F, Wang C-S, Zhao G, Lv J-J, Wang X-L, et al. Identification of the up-regulation of TP-
alpha, collagen alpha-1(VI) chain, and S100A9 in esophageal squamous cell carcinoma by a proteomic
method. J Proteomics. 2012; 75: 3977–86. doi: 10.1016/j.jprot.2012.05.008 PMID: 22583932
53. Makawita S, Smith C, Batruch I, Zheng Y, Ruckert F, Grutzmann R, et al. Integrated proteomic profiling
of cell line conditioned media and pancreatic juice for the identification of pancreatic cancer biomarkers.
Mol Cell Proteomics. 2011; 10: M111.008599–M111.008599. doi: 10.1074/mcp.M111.008599 PMID:
21653254
54. Oliva K, Barker G, Rice GE, Bailey MJ, Lappas M. 2D-DIGE to identify proteins associated with gesta-
tional diabetes in omental adipose tissue. J Endocrinol. 2013; 218: 165–78. doi: 10.1530/JOE-13-0010
PMID: 23709000
55. Roberts DJ, Waelbroeck M. G protein activation by G protein coupled receptors: Ternary complex for-
mation or catalyzed reaction? Biochem Pharmacol. 2004; 68: 799–806. doi: 10.1016/j.bcp.2004.05.044
PMID: 15294442
56. Boffoli D, Scacco SC, Vergari R, Persio MT, Solarino G, Laforgia R, et al. Ageing is associated in
females with a decline in the content and activity on the b-c1 complex in skeletal muscle mitochondria.
Biochim Biophys Acta. 1996; 1315: 66–72. PMID: 8611650
57. Arianmanesh M, McIntosh RH, Lea RG, Fowler PA, Al-Gubory KH. Ovine corpus luteum proteins, with
functions including oxidative stress and lipid metabolism, show complex alterations during implantation.
J Endocrinol. 2011; 210: 47–58. doi: 10.1530/JOE-10-0336 PMID: 21478226
58. Watt IN, Montgomery MG, Runswick MJ, Leslie AGW,Walker JE. Bioenergetic cost of making an aden-
osine triphosphate molecule in animal mitochondria. Proc Natl Acad Sci U S A. 2010; 107: 16823–7.
doi: 10.1073/pnas.1011099107 PMID: 20847295
Goat Mammary Gland Mitochondrial Proteome
PLOSONE | DOI:10.1371/journal.pone.0151599 March 31, 2016 18 / 18
